In order to evaluate the suitability of 16S rRNA nucleotide sequence similarity for the classification of new Mycobacterium isolates at the species level, we systematically studied the pairwise identity values of this gene for 131 Mycobacterium species with standing in nomenclature. Only one of the studied species, M. poriferae (0.76%), strictly respected the 95% and 98.65% threshold values currently recommended to determine the affiliation of bacterial isolates to an existing or new genus or species, respectively. All other species exhibited at least an identity value >98.65% and/or <95% with another Mycobacterium species. Therefore, we suggest that interpretation of interspecies 16S rRNA identity values should be made cautiously when classifying a new mycobacterial isolate at the species level.
Introduction
Taxonomy provides scientists with essential information, enabling them to understand the relationships between living organisms and their different ecosystems [1] . For prokaryotes, taxonomy allows the reliable identification of microbial strains from clinical or environmental samples [2] . Bacterial taxonomy was initiated in the late 19th century, when phenotypic characteristics were incorporated into bacterial description, including motility, growth requirements, morphology, staining properties, colony size and colour, and chemical reactions [3] . Between the mid-1950s and the 1980s, new parameters were progressively added, notably chemotaxonomy [4] , numerical taxonomy, genomic DNA-DNA hybridization and G+C content [5] . In the 1980s, the advent of DNA amplification and sequencing techniques, in particular of the 16S rRNA gene, constituted a major step forwards by facilitating bacterial classification [6, 7] . The 16S rRNA gene is a highly conserved gene that is made of nine hypervariable domains separated by more preserved fragments in which universal primers can be designed. More than three million 16S rRNA gene sequences are currently available in public databases [8] . In 1996, Vandamme et al. [9] suggested that polyphasic taxonomy, which takes into account all available phenotypic and genotypic data and integrates them into a consensus classification, should include 16S rRNA gene sequence identity. In 2010, Tindall et al. [10] , in a reevaluation of the various available methods, proposed a combination of phenotypic and genotypic criteria within which 16S rRNA gene sequence similarity, and phylogeny was included as a first-line tool.
In 1994, scientists considered two strains as belonging to different species if they shared 16S rRNA gene sequence similarity values <97% and to a distinct genus if this value was <95% [11] . The cutoff value at the species level was later reevaluated at 98.7% [12] and then 98.65% [13] . However, several authors have shown that these thresholds, originally designed to standardize the use of sequences of 16S rRNA genes in taxonomy, are not applicable to multiple genera. In 2015, we demonstrated that many of the current bacterial species with validly published names do not respect the 95% and 98.7% thresholds [14] .
In 2000, Woo et al. [15] proposed that 16S rRNA gene sequencing was the reference standard for the identification of Mycobacterium species. Genotypic investigations based on the sequencing of the 16S rRNA gene have played a significant role in the taxonomic classification of members of the genus Mycobacterium [16] . However, to date, no systematic study of the degree of 16S rRNA divergence among Mycobacterium species has been conducted.
Here we evaluate the value of current 16S rRNA cutoff values at the species and genus levels by systematically calculating the pairwise degree of 16S rRNA similarity between all Mycobacterium species with standing in nomenclature.
Methods
Collection of 16S rRNA gene sequences from members of the genus Mycobacterium Within the List of Prokaryotic Names with Standing in Nomenclature website (http://www.bacterio.net/mycobacterium.html), we selected all Mycobacterium species with a validly published name as of 25 March 2016, and we collected the 16S rRNA gene accession numbers from type strains. As a result of the wide heterogeneity in length and quality of the 16S rRNA gene sequences of type strains, we did not use sequences shorter than 1320 nt. We created a FASTA format file containing all selected sequences.
16S rRNA gene sequence analysis: calculation of pairwise 16S rRNA gene sequence similarities Sequences were aligned using Muscle software with default settings [17] . In this study, pairwise 16S rRNA gene sequence similarities between all species of the genus Mycobacterium were first estimated by MEGA 5 phylogeny software [18] . Then the highest and lowest values computed by this software were Pseudonocardia acaciae (EU921261) was used as outgroup. more accurately determined by pairwise BLASTN. We defined as expected values of interspecies 16S rRNA gene sequence similarity percentages that were between 95% and 98.65% or intraspecies percentages that were greater than 98.65% [13] , and as abnormal values interspecies percentages that were >98.65% or <95% [14] or intraspecies percentages of <98.65%.
Results
Of the 182 Mycobacterium species and subspecies with a validly published name at the time of our study and for which a 16S rRNA sequence was available, we included 131 species with 16S rRNA sequences longer than 1320 nt (Table 1 ). For two of those species, M. avium and M. fortuitum, we included two subspecies ( Table 1 ). The phylogenetic distribution of the studied Mycobacterium species is presented in Fig. 1 
Discussion
Over the past decade, several authors suggested that the interand intraspecies discriminatory power of 16S rRNA gene sequences was insufficient for some bacterial genera [19, 20] . As examples, Streptococcus pneumoniae and S. mitis exhibit only a 3 nt difference (99.7% identity), which would classify them in the same species. In contrast, major interspecies differences may be observed, as is the case in the genus Clostridium, with C. tetani and C. innocuum exhibiting a 104 nt divergence (93.7% identity). The strict application of the 95% threshold would justify their classification in distinct genera [19] . In addition, in 2010, Pei et al. [21] identified an intragenomic sequence divergence greater than 1.3% among 16S rRNA genes copies in 11 bacterial species. Among these, Borrelia afzelii, an agent of Lyme disease in humans, exhibits a similarity of only 79.62% between its two 16S rRNA gene copies [21] . Thus, a strict application of the 98.65% threshold would classify these bacteria in different species depending on the 16S rRNA gene copy analysed [21, 22] . According to Rossi-Tamisier et al. [14] , among 158 studied bacterial genera, only members of 17 genera strictly respected the 95% and 98.65% thresholds. Among other studied genera, the percentage of species that respected strictly both thresholds varied from 0 (Brucella) to 93.9% (Nocardia) [14] .
In the present report, we observed that the currently used 16S rRNA gene sequence similarity thresholds for delineating bacterial species are valid for only 0.76% of 131 studied Mycobacterium species with standing in nomenclature. Because our study covers 71.97% of the currently validly published Mycobacterium species names, we believe that the 95% and 98.65% thresholds are not suitable for this genus and should at the maximum be used as indicators, not as a reference standard, for classifying new Mycobacterium species.
